ACGCAACTTCGGGCCCAGGGGTCCGCCCCAAGGGGTCCGAAGAGCCTTGAACCGGCCCCGGCTCCTTGACCTTGCTTGT SEQ ID NO:l 



GGGCCGAAGGACTGCCCCCTGGGCCTGGGTCCGGGTGTGCCCCCTTCTCACTTGAAGACA.uCAGGCCCTGACTCTCCG 

CACACTTGGCCCGCCAGCGACGTCACCCAAGCACCTACGAAACTAGTCCCGGGAGCTGGCKAAAGGCACCTACGGGAAG 

.MALKFVNKSK 10SEQIDNO:2 

GTTGATCTGGTGGTCTACAAGGGCACAGGCACAAAA ATG GCA CTG AAG TTT GTG AAC AAG AGC AAA 30 

1\SEQ ID NO:3-» 

TKLKNFLREVSITNSLSSSP 30 

ACC AAG CTG AAG AAC TTC CTA CGG GAG GTG AGC ATC ACC AAC AGC CTC TCC TCC AGC CCC 90 

FIIKVFDVVFETEDCYVFAQ 50 

TTC ATC ATC AAG GTC TTT GAC GTG GTC TTT GAG ACA GAG GAC TGC TAC GTC TTT GCC CAG 150 

EYAPAGDLFDIIPPQVGLPE 70 

GAG TAC GCA CCT GCT GGG GAC CTG TTT GAC ATC ATC CCT CCC CAG GTG GGG CTC CCT GAG 210 

DTVKR CVQQLGLALDFMHGR 90 

GAC ACG GTG AAG CGC TGT GTG CAG CAG CTG GGC CTG GCG CTG GAC TTC ATG CAC GGG CGG 270 

QLVHRDI KPENVLLFDRECR 110 

CAG CTG GTG CAC CGC GAC ATC AAG CCC GAG AAC GTG CTG CTG TTC GAC CGC GAG TGC CGC 33 0 



RVKLADFGMTRRVGC 
CGC GTA AAG CTG GCC GAC TTC GGC ATG ACG CGC CGC GTG GGC TGC CGC GTC AAG CGC GTG 



R V K R V 130 
390 



T A?EVCQAGRADGL 150 



AGC GGC ACC ATC CCT TAC ACG GCG CCT GAG GTG TGC CAG GCG GGC CGC GCC GAC GGG CTG 



450 



A v D T G V D V W A F G V h I F C V L T 170 

GCG GTG GAC ACG GGC GTG GAC GTG TGG GCC TTC GGC GTG CTC ATC TTC TGC GTG CTC ACC 510 

GNFp WEAASGADAFFEEFVR 190 

GGC AAC TTC CCG TGG GAG GCG GCG TCG GGC GCC GAC GCC TTC TTC GAG GAG TTC GTG CGC 57 0 

WQRGRLPGLPSQWRRFTEPA 210 

TGG CAG CGG GGC CGC CTG CCG GGG CTG CCT TCG CAG TGG CGC CGC TTC ACC GAG CCC GCG 630 

LRMFQRLLALEPERRGPAKE 230 

CTG CGC ATG TTC CAG CGC TTA CTG GCC CTG GAG CCC GAG CGC CGC GGC CCA GCC AAG GAG 690 

VFR.FLKHELTSELRR'RPSHR 250 

GTG TTC CGC TTC CTC AAG CAC GAG CTC ACG TCC GAG CTG CGC CGC CGG CCC TCG CAC CGC 7 50 

AR KPPGDRP PAAGPLRLEAP 270 

GCG CGC AAG CCC CCC GGG GAC CGC CCG CCC GCC GCC GGG CCA CTG CGC CTC GAG GCG CCT 810 

^ L _ KR ?VLTESGSGSRPAPP 290 

870 



GGG CCG CTC AAG CGG ACG GTG CTG ACC GAG AGC GGC AGC GGC TCC CGG CCC GCG CCC CCC 



AVGSVPLPVPVPVPVPVPVP 310 
GCC GTC GGG TCG GTG CCC TTG CCC GTG CCG GTG CCG GTG CCA GTG CCC GTG CCG GTG CCT 930 



FIG IA 



VPEPGLAPQGPPGRTDGRAD 330 
GTG CCC GAG CCC GGC CTA GCT CCC CAG GGG CCC CCC GGC CGG ACC GAC GGC CGC GCG GAC 990 

KSKGQVVLATAIEICV* 347 
AAG AGC AAA GGG CAG GTG GTG CTG GCC ACG GCC ATC GAG ATC TGC GTC TGA 1041 

«-SEQ lDNO:3+ 

GTCGCCTCCGCCGCCCTCGGACCCGGGAGCAGCCCGGGCCCGCCCCGAGCCGGTGCCCGGTGCGGCGGTAGGGAATGGA 
GCCACCTCGCCGCGGGGCAGGGGGCGCAGCGGTAGACTAGGCAGGACGCGGCCCGGCACCTGGTCCGTCCCCGGCGGGC 
TGGTGAGGGGGCCACCAAAGACCCCTAGCGCGGCCTGGTGAGCGGGGGCTTGGCCCAGAGGAGCCAAGCCGCACAGACC 
CGAGAATTCGGAGGCCACCACACAACACACACACACACACATACACACACACACACACACACGCCAGGAGCAAGGGAGC 
TTTCGGGCCACACTCCCAGACGCCTCCCTGAGCCCTGGAACCCGGACTCGTTGCTCCTGGCCTTCCATACCCCCTGGCA 

f! ^ATCATCCTGCGGTCCCACCCCAGATCCCCTCCTCCTCGCCATCCCATTCTGCCCCCTCCCCACCCTGGGTACAGAAAG 

^|GACTGAAGTGTTGGGCAGAGAGGGGGCTO 

rfeTGTCCTGCCCTTCCTTCTGGAGGCTGGAGGGGAGAGGCCAAGCCCTTGGAAAATGTAGCAAATGTCTGGRWKGTCGCA 
%f AAGTGCGTGTATGTGCGGGACAGGCCCCGAGAAGCTAGTGACTCCTGCACACCCCCATTGCACAAATGAAATCACAGC 
ffCAGGAGGGAGGGTAGCTTGGCACTGGCTGAGAAATAGAGCTCTCTCCCCGCCCCTCCCCCTAACCACAAGGGATTGTC 
pCTGACAACTTGTGGGGATAGAAGGGCTCACAGGGCAGGGGTCTCAGCTGCCCCCATCCTTAGGGCAGGGGAGTTAGTGT 
.jfeGAGCCGAGAGCAGGTCCCAGCTCCCCCTGCCAGCCGCACTGTCCCAGGCCCAGGGACCTCTGCCGGGTCCTCCCAGCC 
^fcTTGCCACACAGCCTAGACGTAGTAGCCTGGGCTTCCAGCAGGTGGCGAGCTGGTTCGTGCTGGAAATTTCTCCTGGGT 
I^TTCTTGGGGTCAAACATGCCAACCTCCAAGACCCCATCCTCACGTCTCCCACTTTTCTGGCGCTGGAGTGTGCAGGGCG 
TAGGACCTGCATGTGTGGGTGTGAGAATGGGGGCCGGTGGACACCAGGGGGCGAGTGTGTGACTAGGTGTGTGTGCACA 
TGTGTAGGGTGCAGACGCATGGGTGCCATCCTTTGCNTTCAATGACTGTGC GTC CAGACCCCAAAAAAGCGGCCCC CCC 
ACCACACCCTGNTCCTCCCAGGCAGCTGTCCCAGGGCGCCCAGGCCTGCCTTGCACCACAGCCCTCAGGAAATCCGGCA 
AGGAGGCCCCTGCAGGTTGGTTCANGCCCAGGTAGCAAAACAGAGACAACAGCAGCCCCGCCTGACCCCCTGCCCCTOT 
CTGTGGAGGCCCGGGACCCCCGCAATAAGCACCACATGGGTGAGGCTGTCCCTGTCAGGGNCCCCTGCCAGGGTCCCTC 
CTGGGGTTCTGGGCCATTTGAGGGGCTCTTTGATGGGCCAGGCCNGCCAGAGTGAACTCCGAGCACTTTCTGGCTGGT 



FIG IB 




Fig. 2 



*->vAvKilkkesls . . . . lrEiqilkrls .HpNIvrllgvf edtddhly SEQ ID NO: 7 
+A+K ++k++++ ++ lrE++i ++ls+ p+I+++++v+ +t+d + 
32374 1 MALKFVNKS KTKl knf LREVS ITNSLS S SP F 1 1 KVFDWFETEDCYV 47 

lvmEymegGdLf dylrrngplsekeakkialQilrGleYLHsngivHRDL 
+ +Ey-t-+ GdLfd++ + l+e+ +k+++ Q+ +1+++H++ vHRD+ 
32374 48 FAQE YAPAGDLFDI I PPQVGLPEDTVKRCV QQLGLALDFMHGRQLVHRD I 97 

KpeNILlden . . gtvKiaDFGLArll . eklttf vGTpwYmmAPEvileg . 
KpeN+Ll +++ vK+aDFG+ r ++ + + + GT++Y APEv + + 
32374 98 KPENVLLFDRecRRVKLADFGMTRRVgCRVKRVSGTIPYT-APEV-CQAg 145 

. . . . rgysskvDvWSlGviLyElltggplfpgadlpaf tggdevdqliif 
+ ++ ++ vDvW++Gv+++ +ltg 
32374 146 radgLAVDTGVDWAFGVLI FCVLTG 171 

vlklPf sdelpktridpleelf rikkr rlplpsncSeelkdL 

P++ + ++ ++ f+ r ++++ ++++ +++++ e+++ 

32374 172 --NFPWEAA SGADAFFEEFVRwqrgrlpgLPSQWRRFTEPALRM 213 

lkkcLnkDPskRpGsatakei<-* 
+ +L+ + P++R ake+ 
32374 214 FQRLLALEPERRG PAKEV 231 

Fig. 3 



^0 

fSj Query: 226 GPAKEVFRFLKHELTSELRRRPSHRARKPPGDRPPAAGPLRLEAPGPLKRTVLTESGSGS 285 

^" G PAKEV FRFLKHELTSELRRRPSHRARKPPGDR P GPLRLEAPGPLKRTVLTESGSGS 

^ Sbjct: 1 GPAKEVFRFLKHELTSELRRRPSHRARKPPGDRLP- -GPLRLEAPGPLKRTVLTESGSGS 58 SEQ ID NO: 8 

: \j Query: 286 R 286 

V* Sbjct: 59 R 59 



Fig. 4 



Query: 321 P PGRTDGRADKS KGQWLATAI E I CV 346 

PPGRTDGRADKSKGQWLATAI E I CV 
Sbjct: 89 P PGRTDGRADKS KGQWLATAI E I CV 114 SEQ ID NO: 9 



Fig 5 



Query: 166 FCVLTGNFPWEAASGADAFFEEFVRWQRGRLPGLPSQWRRFTEPALRMFQRLLALEPERR 225 

+C + G FPW+ AS + E+ +W + + P LP F+E AL++F++ L + R 

Sbjct: 3 YC-MKGKFPWQKASIMCKPYWEWEQWLKRKHPALPKKFNPFSEKALKLFKKSLTPRFKDR 61 SEQ ID NO: 10 

Query: 226 GPAKEVFRFL- KHELTSELRR 245 

AK++ + L K +L ++R 
Sbjct: 62 WTAKDMRKCLAKEKLLKSVKR 82 



Fig. 6 



Query: 4 KFVNKSKTKLKNFLREVSITNSLSSSPFIIKVFDWFETEDCYVFAQEYAPAGDLFDIIP 63 

K V SK + + L E+ + L ++ F+I + + + Y+ +Y+ + + I 
Sbjct: 16 KMVAFSKREEERILLEIDLYKKLENNEFVIDLMAHIVDDITHYLLFDKYSQ--NFLEYIE 73 SEQ ID NO ill 

Query: 64 P-QVGLPEDTVKRCVQQLGL- -ALDFMHGRQLVHRDIKPENVLLFDRECRRVKLADFG 118 

++G D +K G+ A++ +HG + H DIKP N+L + +K+ DFG 
Sbjct: 74 ELKI GGEVDELKHLKYFSGI VS AI EQLHGFEFAHLD I KPANI L KSGDTIKMIDFG 128 

Fig. 7 



Query: 47 VFAQEYAPAGDLFDIIPPQVGLPEDTVKRCVQ QLGLALDFMH GRQ 91 

+ A E+ P G L D +V +D+ + +Q Q+ AL ++H G++ 

Sbjct: 175 MIALEWLPGGTLADYFQFKVREKDDSERSPIQLKDMLSILYQVSQALKYIHSQLDEFGQE 234 SEQ ID NO:12 

Query: 92 LVHRDIKPENVLLFDRECRR- - VKLADFGMTRRVGCRVKRVSGTIPYTAPEV- CQAGRAD 148 

L H I NVL+ + + R+ VKL DFG +G + I Y PE+ CAR 

Sbjct: 235 LTHGRI FTRNVLVTEPDLRKCE VKLGDFG - DAPMGLE YS - - TP 1 I AYMP PE I LCCAERI P 291 

Query: 149 GLAVDTGVDVWAFGVL IF- CVLTGWF P 174 

+ DVW FGV 1+ C+ G P 
Sbjct: 292 PHRPEN- -DVWMFGVFIWECLTLGAQP 316 

Fig. 8 



Query: 77 VQQLGLALDFMHGRQLVHRDIKPENVLL, FDRECRRVKLADFGMTR RVGCRVK 128 

+ QL A ++H ++ RD+K +N+LL FD E ++ +ADFG +V 
Sbjct: 319 IAQLLEACTYLHKHK^AQRDMKSDNILLEYDFDDEIPQLWADFGCALACDNWQVDYESD 378 SEQ ID NO:13 

Query: 129 RVS - - GT I P YTAPEVCQAGRADGLAVDTGV- DTOAFGVLI FCVLTGNFPWE AASGADAFF 185 

VS G APE+ A +V+ +DWAGL+ VLT + P+ 
Sbjct: 379 EVSLGGNAKTKAPEIATAVPGKWKVNFE3VIADTWAAGGLSYEVLTRSNPFYKLL 432 



hJ Query: 186 EEFVRWQRGRLPGLPSQ 202 
M> + +Q LP LPS+ 

Sbjct: 433 -DTATYQESELPALPSR 448 



Fig. 9 



Query: 68 LPEDWKRCVQQLGLALDFMHGRQLVHRDIKPENVLLFDR- -ECRRVKLADFGMTRRVGC 125 

LP D ++ L A+DF+ G + HRDIKP+N+ +R R+LDF+ G 
Sbjct: 647 LPVDQLEAYGDYLFGAVDFLEGEGIWHRDIKPDNIAVRIRPNRTRELVLIDFSLA GY 703 SEQ ID NO:14 

Query: 126 RVKRV - SGTI PYTAPEVCQAGRADGLAVDTGVDVWAFGVLI FCVLTGNFP - WEAASGADA 183 

K +GT YPV R + D+ + +A V + + +G P W S 
Sbjct: 704 PAKNTDAGTDGYLDPFVDVITRG SYDSHAERYAVAVTLHQMASGELPKWGDGSVLPR 760 

Query: 184 FFEEFVRWQRGRLPGLPSQWRRFTEPALR MFQRLLALEPERRGPAKEVFR- -FLK 236 

+ W P + ++ F +PA+R FQ+ L + +RP + R+ K 

Sbjct: 761 MTDP - KEWP YPTIAAE - - AF - DPAVRDGLVAFFQKALHRDAGKRFPELKPMRDAWRK 813 

Query: 237 KELTS ELRRRPSHRARKP-PGD-RPPAAG 263 

L + SHR R P D PA G 

Sbjct: 814 VFLDASQTVP S SHRTRPAAPADGAAPAEG 842 



Fig. 10 





Query: 


30 




Sbjct : 


71 




Query : 


86 




Sbjct : 


129 




Query : 


131 




Sbjct : 


189 




Query: 


29 




Sbjct: 


82 




Query: 


88 




Sb j ct : 


139 


a-S i; 


Query: 


147 




Sbjct: 


196 






203 




SbjCt: 


242 




Query : 


262 


if S£ 


Sbjct: 


296 



PFIIKVFDWFETEDCYVFAQEYAPAGDLFDIIPPQVGLP EDTVKRCVQQLGLALD 85 

P 1+ + +V E + C++ QE G + + G+P E+ + +QQL LD 

PGILAIENVSEEEDRCFLVTQEND- -GPILSLTQYLKGIPRKLTEEEIVDIIQQLCSLLD 128 SEQ ID NO:15 



++H LH +V + F +LDG 



+ + PE Q +G DT +AFG + + +L G FPW F +F+ 

ILLFHTPEGKQT MGRETDT YAFGAITYYLLFGFFPWGIFPKPSKCFPDFI 240 



Fig. 11 



SP ++ V D++ EE VF E L +++ PE ++ L L 

S PHVLPVRDLIDEGEWLSLVF - - E PRRTI TLRELLS AGPVS PE - LLQPLTTALFEGLSAA 138 SEQ ID KO:16 



L+H I PE V FD + +R LA+FG+ RR ++ P Y APE+ G 

\LLHTQ1SPEAVW-FDTQ-KRPLLAEFGLARRTAQELRDHWPHDPRYAAPELLSGG- 195 

uAVDTGVDVWAFGVL I FCVLTGNFP WE AAS GAD A F FE E FVRWQRGRL P GLPSQ 202 

D++A + EAA+G A R Q RLP G+P Q 

- PYTPQTDLYALAATLL- - EAATGT - ALS PVS ARQQGVRLPSWPAGI PPQ 241 



E L++ + A+ A EV L+ + T + + A P PPA 

LESCLQLDPAVRAVS AAEVLEELRRAQPTQAILSQQEPPAPPPSVPSPPA 295 



Fig. 12 



CTTCCTCTTCCTGTGCTCAGTCCCATTAACCTGCCATACCACGGCTCCTCGTCTTCCCAATTCCCTCACCCAGTATTTTSEQID 

CAATCGACCCCCCCCCGTCCCCCCGCACCTCTTTCTCTCTCGCTATATGTCCTTTCGTGGCCAGTTTGGGCAAGGGGAA 

GGACACCACAAGTCGGGGTCTTTCCTCAGCGTTGGGTCGCGGTGGCTGTGAGGGCGGAAGAAAAGGCCAGGCTGAGGGG 

AGGGTAGAGGGTGAAAAGCTCGGATCTGTGTTTGGGGAAGGCCAGGCTTGCGCTCCTCGCCGGGTTCCGCGAAGGTTAA 

CCTTGGCTGACTTGGCTCGCGAGCAAAGGGCAGCGTCTGAGCTCCCGGCGTTCCAGGAGTGGCCTCTTTTGTAGGAGCA 

CCTGAAATGCAGCGTCTGGTGCACTAAGCCGTAGCGGCAGCAGCAGCCACAGCGACAGCGCTGGGGCCCTGTGTAGAAG 



CTCCATCCCCCTTGTCTTTGTGCTTGCCTGCGTCCCCAGACTCAGAGATTATCTTAGAAGACCTAGGACTCCAAAA 





M F P 
ATG TTT CCC 
tSEQ ID NO:6-» 


L 

' CTG 


K ' 
■ AAG 


D 
GAC 


A 
GCT 


E 

GAA 


M 

ATG 


G 

■ GGA 


A 
GCC 


F 

TTT 


T 
ACC 


F 
TTC 


F 
TTT 


A 
GCC 


s 

TCG 


A 
GCT 


CTG 


p 
CCA 


60 




H 
CAT 


D 

GAT 


V 
GTT 


C 
TGT 


G 
GGA 


S 
AGC 


N 
AAT 


G 
GGA 


L 
CTT 


P 
CCT 


L 
CTC 


T 
ACA 


P 
CCA 


N 
AAT 


S 
TCC 


I 

ATC 


K 
AAA 


I 

ATT 


h 
TTA 


G 
GGG 


40 
120 




R 
CGC 


F 
TTT 


Q 
CAA 


I 

ATC 


L> 
CTT 


K 
AAA 


T 
ACC 


I 

ATC 


T 
ACC 


H 

CAT 


P 
CCC 


R 
AGA 


L 

CTC 


C 
TGC 


Q 

CAG 


Y 
TAT 


V 
GTG 


D 
GAT 


I 
ATT 


S 
TCT 


60 
180 


%t? * ■ 


R 
AGG 


G 
GGA 


K 
AAG 


H 
CAT 


E 
GAA 


R 
CGA 


L 
CTA 


V 
GTG 


V 
GTC 


V 
GTG 


A 
GCT 


E 
GAA 


H 
CAT 


C 
TGT 


E 
GAA 


R 
CGT 


S 
AGT 


L 

CTG 


E 
GAA 


D 
GAC 


80 
240 


\j 


L 
TTG 


L 
CTT 


R 
CGA 


E 

GAA 


R 
AGG 


K 
AAA 


P 
CCT 


V 
GTG 


s 

AGC 


Q 

TGT 


TCA 


T 
ACG 


V 
GTT 


L 
TTG 


TGT 


T 
± 

ATA 


A 
GCA 


F 
TTT 


E 
GAG 


V 
GTT 


100 
300 


is! 


L 

CTT 


Q 

CAG 


G 
GGC 


L 
TTG 


Q 

CAG 


Y 
TAT 


M 
ATG 


N 
AAC 


K 
AAA 


H 
CAT 


G 
GGT 


I 

ATA 


V 
GTA 


H 
CAC 


R 
AGG 


A 
GCA 


L 

TTG 


S 
TCT 


P 
CCT 


H 

CAT 


120 
360 




N 
AAT 


I 
ATC 


L 
CTG 


L 
TTG 


D 
GAC 


R 
CGA 


K 
AAG 


G 
GGA 


H 
CAT 


I 
ATT 


K 
AAA 


L 
TTG 


A 
GCT 


K 
AAA 


F 
TTT 


G 
GGA 


L 
CTT 


Y 
TAT 


H 
CAC 


M 
ATG 


140 
420 


S 5Bf 
%| 


T 
ACA 


A 
GCT 


H 
CAT 


G 
GGT 


D 
GAT 


D 
GAT 


V 
GTT 


D 
GAT 


F 
TTC 


P 
CCA 


I 

ATA 


G 
GGG 


Y 
TAT 


P 
CCC 


S 
TCG 


Y 
TAC 


L 
TTG 


A 
GCC 


P 
CCT 


E 
GAG 


160 
480 




V 
GTA 


I 

ATT 


A 
GCA 


Q 
CAG 


G 
GGA 


I 

ATT 


F 
TTC 


K 
AAA 


T 
ACC 


T 
ACT 


D 
GAT 


H 
CAC 


M 

ATG 


p 

CCA 


S 
AGT 


K 
AAA 


K 
AAA 


P 
CCA 


L 
TTG 


P 
CCT 


180 
540 




S 
TCT 


G 
GGC 


P 

CCC 


K 

AAA 


S 
TCA 


D 
GAT 


V 
GTA 


W 
TGG 


S 

TCT 


L 

CTT 


G 
GGA 


I 

ATC 


I 

ATT 


L 
TTA 


F 

TTT 


E 
GAG 


L 
CTT 


C 
TGT 


V 
GTG 


G 
GGA 


200 
600 




R 
AGA 


K 
AAA 


L 
TTA 


F 

TTT 


Q 

CAG 


S 
AGC 


L 
TTG 


D 
GAT 


I 

ATT 


S 
TCT 


E 
GAA 


R 
AGA 


L 

CTA 


K 
AAA 


F 
TTT 


L 

TTG 


L 
CTT 


T 
ACT 


L 
TTG 


D 
GAT 


220 
660 




C 
TGT 


V 
GTA 


D 

GAT 


D 
GAC 


T 
ACT 


L 

TTA 


I 

ATA 


V 
GTT 


L 
CTG 


A 
GCT 


E 
GAA 


E 
GAG 


H 
CAT 


G 
GGT 


C 
TGT 


L 
TTG 


D 
GAC 


I 

ATT 


I 

ATA 


K 
AAG 


240 
720 




E 

GAG 


L 
CTT 


P 
CCT 


E 
GAA 


T 
ACT 


V 
GTG 


I 

ATA 


D 
GAT 


L 
CTT 


L 
TTG 


N 
AAT 


K 
AAG 


C 
TGC 


L 
CTT 


T 
ACC 


F 
TTC 


H 
CAT 


P 
CCT 


S 
TCT 


K 
AAG 


260 
780 
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RPTPDELMKDK 
AGG CCA ACC CCA GAT GAA TTA ATG AAG GAC AAA 

TPFTKPASLFS 
ACC CCC TTT ACC AAA CCT GCC AGT CTG TTT TCA 

LPEDISQLCKD 
CTG CCT GAG GAT ATC AGT CAG TTG TGT AAA GAT 

SIEEVYYLWCL 
TCT ATT GAA GAA GTG TAT TAC CTT TGG TGT TTG 

VNKEIIRSKPP 
GTC AAC AAG GAA ATC ATT CGA TCC AAA CCA CCT 

EDGESFGQGRD 
GAG GAT GGT GAA AGC TTT GGA CAA GGT CGA GAT 

ijVTL S LCQLRNR 
J GTG ACA TTG TCG TTA TGC CAG CTA AGA AAT AGA 

YPLLEDDQSNL 
TAC CCA TTA CTT GAA GAT GAC CAG TCT AAT TTA 

-JS AAATLPLIIR 
1 TCT GCA GCT GCC ACG CTC CCT TTA ATC ATC AGA 

R IILFDRLLKA 
■j AGA ATT ATT CTC TTC GAC AGG CTG CTA AAG GCT 

1 " K E A R V D I PPLM 
? AAA GAA GCA AGA GTT GAC ATT CCT CCT CTT ATG 

i 

Jgvegaihakyd 
s * gga gtt gag gga gct att cat gcc aag tac gat 

tdrqievdipr 
aca gat aga caa att gaa gtg gat att cct cgc 

SPEGHAKFRRV 
TCA CCA GAA GGT CAT GCA AAA TTT AGG CGT GTA 

DLVYWQGLDSL 
GAT CTT GTG TAT TGG CAA GGT CTT GAC TCA CTT 

NNEALAYACMS 
AAT AAT GAA GCC TTG GCT TAT GCA TGT ATG TCT 

FFLKDNSHVIQ 
TTC TTC TTA AAA GAC AAC TCA CAT GTA ATA CAA 

IAFHDPFLSNH 
ATT GCA TTT CAT GAT CCA GAG CTG AGT AAT CAT 

LYAI PWFLTMF 
CTC TAT GCC ATC CCT TGG TTT CTT ACC ATG TTT 



VFSEVSPLY 280 

GTA TTC AGT GAG GTA TCA CCT TTA TAT 84 0 

SSLRCADLT 300 

TCT TCT CTG AGA TGT GCT GAT TTA ACT 900 

INNDYLAER 320 

ATA AAT AAT GAT TAC CTG GCA GAA AGA 960 

AGGDLEKEL 340 

GCT GGA GGT GAC TTG GAG AAA GAG CTT 1020 

ICTLPNFLF 360 

ATC TGC ACA CTC CCC AAT TTT CTC TTT 1080 

RSSLLDDTT 380 

AGA AGC TCG CTT TTA GAT GAT ACC ACT 114 0 

LKDVGGEAF 400 

TTG AAA GAT GTT GGT GGA GAA GCA TTT 1200 

PHSNSNNEL 420 

CCT CAT TCA AAC AGC AAT AAT GAG TTG 12 60 

EKDTEYQLN 440 

GAG AAG GAT ACA GAG TAC CAA CTA AAT 132 0 

YPYKKMQIW 460 

TAT CCA TAT AAA AAA AAC CAA ATC TGG 1380 

RGLTWAALL 480 

AGA GGT TTA ACC TGG GCT GCT CTT CTG 1440 

AIDKDTPIP 500 

GCA ATT GAT AAA GAC ACT CCA ATT CCT 1500 

CHQYDELLS 520 

TGT CAT CAG TAC GAT GAA CTG TTA TCA 1560 

LKAWVVSHP 540 

TTA AAA GCC TGG GTA GTG TCT CAT CCT 1620 

CAPFLYLNF 560 

TGT GCT CCA TTC CTA TAT CTA AAC TTC 1680 

AFIPKYLYN 580 

GCT TTT ATT CCC AAA TAC CTG TAT AAC 1740 

EYLTVFSQM 600 

GAG TAT CTG ACT GTC TTC TCT CAG ATG 1800 

L N E I G F PD 620 

CTC AAT GAG ATT GGT TTC ATT CCA GAT 186 0 

THVFPLHKI 640 

ACT CAT GTA TTT CCA CTA CAC AAA ATT 192 0 



Fig. 13B 



FHLWDTLLLGNSSFPFCIGV 660 
T'TC CAC CTC TGG GAT ACC TTA CTA CTT GGG AAT TCC TCT TTC CCA TTC TGT ATT GGA GTA 1980 

AILQQLRDRLLANGFNECIL 680 

GCA ATT CTT CAG CAG CTG CGG GAC CGG CTT TTG GCT AAT GGC TTT AAT GAG TGT ATT CTT 2040 

LFSDLPEIDIERCVRESINL 700 

CTC TTC TCC GAT TTA CCA GAA ATT GAC ATT GAA CGC TGT GTG AGA GAA TCT ATC AAC CTG 210 0 

FCWTPKSATYRQHAQPPKPS 720 

TTT TGT TGG ACT CCT AAA AGT GCT ACT TAC AGA CAG CAT GCT CAA CCT CCA AAG CCA TCT 2160 

SDSSGGRSSAPYFSAECPDP 740 

TCT GAC AGC AGT GGA GGC AGA AGT TCG GCA CCT TAT TTC TCT GCT GAG TGT CCA GAT CCT 2220 

PKTDLSRES I PLNDLKSEV S ^60 

CCA AAG ACA GAT CTG TCA AGA GAA TCC ATC CCA TTA AAT GAC CTG AAG TCA GAA GTA TCA 22 80 

PRISAEDLIDLCELT*VTGHF 780 

CCA CGG ATT TCA GCA GAG GAC CTG ATT GAC TTG TGT GAG CTC ACA GTG ACA GGC CAC TTC 2 340 

KT P S KKT KS S K PKLLVVD IR 800 

AAA ACA CCC AGC AAG AAA ACA AAG TCC AGT AAA CCA AAG CTC CTG GTG GTT GAC ATC CGG 2400 

NSEDFIRGHISGSINIPFCA 820 

AAT AGT GAA GAC TTT ATT CGT GGT CAC ATT TCA GGA AGC ATC AAC ATT CCA TTC AGO. GCT 2 460 

A FTAEGE LT QG PYTAMLQNF 840 

GCC TTC ACT GCA GAA GGG GAG CTT ACC CAG GGC CCT TAC ACT GCT ATG CTC CAG AAC TTC 2 520 

KGKVIVI VGHVAKHTAEFAA 860 

AAA GGG AAG GTC ATT GTC ATC GTG GGG CAT GTG GCA AAA CAC ACA GCT GAG TTT GCA GCT 2 5 80 

HLVKMKY PRIC ILDGGINKI 880 

CAC CTT GTG AAG ATG AAA TAT CCA AGA ATC TGT ATT CTA GAT GGT GGC ATT AAT AAA ATA 2 640 

KPTGLLTIPSPQI * 894 

AAG CCA ACA GGC CTC CTC ACC ATC CCA TCT CCT CAA ATA TGA 26 82 

4-SEQ ID NO:6* 

AGAACCAAGAGTGTGACTGCCAAAACTTAGTGTGGCATCAGCACCAACAGCACAGTTCTTCATATCCACGCCACTCTCA 

GACAAAACTAGATGTCCAGATTGTTGCATTTCCGTAAAGTTTGTCACGAGACATTTTTTAAAATCTCATAACCCACATG 

TTCAGTTATCCATGCAAGAAACTTGACTCTACATGTATTGCTGAAAGAATTTTCTTAACAGTGAAATCTGATCATATAT 

TTTTACCACACTGCCACATAAAGCCCAAGAAATTCAGCTGACAAGACAGATTTAGCATTATCAAGAAATC ATTTGCC 

CTGAAAAAGCTGTCCTCCATTGTACTGAACAGACAGTCCTGTCGATTGTGTTATTTAGAAACATACACTGAATGTGGGC 

TGAAATCATCATCTTTCCATAATGAAAACTGAGAAACTATTCACAATGCATTCCTTATAAATAAATGCTACATTTAGTA 

ACTCATTTCACCCAAACAAGAAAGATOTGTGTGTGTGTGTGTATAGGAAGTGGAGTTTATCCCCATTGC, AAACT~" t 

AATACTTACTCCCAGAAAAATGAAATTTAGAAACCATTTATATTTGATAGAATATTTGGTCAGTTCCTGTAGCAAAGAC 

GAATGGCTTAAACAAATTTTCTAGTTTCTTTATCACATGAAAGTCTGTACAGTCAGTCCAGGGCTAGTCTACTGGTTTC 



Fig. 13C 



CTGATCATTAAGAACTCATTACCTTCTCTCATTGCTTTACAAACCTCAATATGTGGCATCCATCTCATGGATGAAAATG 
GCTCCTCAGCTTCTACCATCACATCTGCTATCTAGAAGGAAGAGAATGAGGGAAGGAGGGAGGGGATGAAGAGAAAAGA 
AGGAACAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



Fig. 13D 



18431 



*->qilkrlsHpNIvrllgvfedtddhlylvmEyraegGdLfdylrrngpl seq id N0:17 
qilk++ Hp ++++ ++ + +++1 +v E++e -t-L d+lr+++p 
43 QILKTITHPRLCQYVDISRGKHERLVWAEHCER-SLEDLLRERKPV 88 



18431 



sekeakkialQilrGleYLHsngivHRDLKpeNILldengtvKiaDFGLA 
s +++ia ++1+G1+Y+ +givHR L p NILld++g-f-+K+a FGL 
89 SCSTVLCIAFEVLQGLQYMNKHGIVHRALSPHNILLDRKGHIKLAKFGLY 138 



18431 



rll . . . eklttf vGTpwYmmAPEvi leg . rgysskvDv 

G p Y APEvi ++ +++++ + + + + ++k+Dv 
139 HMTahgDDVDFP I GYPS YL -APEVI aqg i f kt t dhmpSKKpLPSGPKSDV 187 



18431 



WSlGviLyElltggplfpgadlpaf tggdevdqliifvlklPf sdelpkt 
WSlG+iL+El+ g++lf+++d ++ 1 + 

188 WSLGIILFELCVGRKLFQSLD ISERLKFLLTL 219 



18431 



ridpleelf rikkr . rlplpsncSeelkdLlkkcLnkDPskRpGsatake 
++ ++ +++ 1++ ++++e+++dLl+kcL++ PskRp t e 
220 DCVDDTLIVLAEEHgCLDIIKELPETVIDLLNKCLTFHPSKRP TPDE 266 



18431 



ilnhpwf 
+++++ f 
267 LMKDKVF 



273 



Fig, 15 



18431 



463 



->vrqgvpsslRgkVWklllgaqelnnclltdnf kgldlf glvpvllla seq id N0:18 
r +p +Rg W++llg + 
ARVDI PPLMRGLTWAALLGVEGAI 486 



dkdeYeellnknkektvqdqneKssvgirrldyVEAVEKHPLSDDNDKTK 
Y+++++ ++ +t 

18431 487 - HAKYDAIDKDTP I PT 501 

GSLekgsdekalklredldklekDlsRTfpdeif fqtrlaeqqlkkdqdl 
+ +Ie D+ R+ + +++ 
18431 502 DRQ I EVD I PRCHQ YDSLL 519 



18431 



daydkDEf ddeddkneppsikqLrrlLvaYswknpqehlgYvQGMnvils 
+P+++++ rr+L a ++ +p+ 1 Y QG + + 
520 SSPEGHAKFRRVLKAWWSHPD- -LVYWQGLDSLCA 553 



18431 



pLLlf .lkhgvdldeideeqAFwclvkLmdnylpqkyf lndls .glnedl 
P+L++++ +e A++c ++++ +yl + +fl+d s+ ++e 1 

554 PFLYLnFN NEALAYACMSAFIPKYLYN- FFLKDNShVIQEYL 594 



rvLds 1 vke s 1 PeLy shl kkkenktg sgkKknl laldltllif af pwf Lt 
v++ + + +PeL++hl+ + -f++++a+pwf Lt 



18431 595 TVFSQMIAFHDPELSNHLNEI - 



-GFIPDLYAI PWFLT 629 



18431 



lFarelPleivlrIwDilftyYlgshflifvalAiLkllkskllkh<-* 
F+ ++P1 ++++wD 1++ +s+f++ +++AiL++l++ 11+ 
630 MFTHVFPLHKIFHLWDTLLLG--NSSFPFCIGVAILQQLRDRLLAW 673 



Fig. 16 



Query: 4 59 I WKEARVD I P PLMRGLTWAALLGVEGAI HAKYDAI DKDT PIPTDRQIEVDIPRC 512 

I +E +D+PP +RG W LL V + +Y +D P P DRQ+EVDIPRC 

Sbjct: 1 IQRETNIDVPPTLRGEVWGCLLRVPPSARTRYALLDHAVHHTAAKPTPHDRQLEVDIPRC 60 SEQ ID NO: 19 

Query: 513 HQYDELLSSPEGHAKFRRVLKAWWSH- -PDLVYWQGLDSLCAPFLYLNFNNEALAYACM 570 

HQY LL+SP G A+ RR+LKAW + + P+ VYWQGLDSLCAPFL +N +EALA+A + 
Sbjct: 61 HQYHPLLNSPSGSAQLRRILKAWQIVYLRPEHVYWQGLDSLCAPFLTVNNRDEAIAFAQL 120 

Query: 571 SAFI PKYLYNFFLKDNSHVIQE YLTVFSQMI AFHDPELSNHLNE IGFI PD 620 

+AF+ +Y++ F+LKDNS VI+EYL F + A+HDP L HL GF P+ 
Sbjct: 121 NAFVNR Y I HW F YLKDNS E V I KE YLGKF YH LTAYHD PLL YQHL KI NGFDPE 170 

Fig. 17 



Query: 27 NGLPLTPNS I KILGRFQILKTITHPRLCQYVDI SRGKHER- - LVWAEHCERSLEDLLRE 84 

NGLPLTP + ++LGRF L+ + H LCQY+ RGKHER +W EH +LED + 
Sbjct: 1 NGLPLTPPAKQMLGRFPYLQELQHDHLCQYLHFIRGKHERDLTIWMEHYGMNLEDYAKR 60 SEQ ID NO: 20 

Query: 85 RKP VSCSTVLCI AFEVLQGLQYMNKHGI VHRALS PHNILL DRKGHI KLAKFGLYHM 140 

P + +++ G+ Y+++H IVH L P++I + +RK +KL +GL+HM 

Sbjct: 61 HPPKDEAQIMNFYYQIACGINYLHRHHIVHHNLHPNHIYITDDGNRKLSVKLFNYGLHHM 120 

Query: 141 T AHGDDVD F P I G Y P S YLAP E V I AQG I F KTTDHMXXXXXXXXXXXXD VWS LG 1 1 L FE L CV G 200 

T +G FPIG Y+APE I D++ DVW LG 1+ ++ +G 

Sbjct: 121 TNYGKYTPFPIGNGRYMAPE R I LNDNDNLFAATYQS DVWELGFIMLQIYLG 171 

Query: 201 RKL 203 
+L 

Sbjct: 172 IEL 174 

Fig. 18 



Query: 322 IEEVYYLWCLAGGDLEKELVNKEI IRSKPPI CTLPNFLFEDGESFGQGRXXXXXXXXXXX 381 

+ ++Y+LW LAGGD++ EL + +IRS+ PI LP + G S GR 
Sbjct: 100 LSQI YHLWQLAGGDVQAELKKEGLI RSEAPI LGLPQ I VRLSGASVCPGRSQAQLMDDRW 159 SEQ ID NO s 21 

Query: 382 XXXXCQLRNRLKDVGGEAFYPLLEDDQSNLPHSNSNNELSAAATLPLIIREKDTEYQLNR 441 

L RL + ++PLL + P ++ EL LPL+IREKD EYQ R 

Sbjct: 160 PLRLKALLQRLSGLPAAVYFPLLHSPR- - FP - AHFARELQE LPLVIREKDIEYQFQR 213 

Query: 442 I I LFDRLLKAYPYKKNQ 458 

+ LF RLL+ YP+ Q 
Sbjct: 214 VRLFARLLQGYPHTAEQ 230 



Fig. 19 



Query: 207 LDISERLKFLLTLDCVDDTLIVLAEEHGCLDIIKELPETVIDLLNKCLTFHPSKRPTPDE 266 

L +S ++ +L + L +A EH C + ++ + + LL CL+ P +RP P E 

Sbjct: 4 LKLSNVVRKILAFGKSNGALEKIAREHQCHERYVQMDQRLRQLLESCLSVLPKRRPLPGE 63 SEQ ID NO : 22 

Query: 267 LMKDKVFSEV 276 

L++ +F EV 
Sbjct: 64 LLEHPIFEEV 73 



Fig. 20 



636 PLHKIFHLW 644 
PL +I+HLW 
99 PLSQIYHLW 107 SEQ ID NO: 23 

Fig. 21 



621 LYAI PWFLTMFTHVFPLHKI FHLWDTLLLGNSSFPFCIGVAILQQLRDRLL-ANGFNECI 679 
LYA WFLT+F PL + +WD S F + +A+L+ ++ LL A+ F E + 

1 LYAFQWFLTLFARELPLETVLRIWDCFFYEGSKILFRVALALLKMHKEELLQADDFEEML 60 SEQ ID NO: 24 

680 -LLFSDLP EIDIERCVRESINL 700 

L + LP ED R + E+ N+ 

61 EFLQNMLPKRYRSEEDARRLLEEACNI 87 

Fig. 22 



72 EHCERSLEDLLRERKPVSCSTV LCIAFEVLQGLQYM NKHGIVHRALSPHNILL 124 

E E+ + 4- E+K S V + IA+++ +GL+Y+ NK I+HR L P NILL 
136 EIVMEKLQKQSMSEKKMEEMSWVSQLMKIAYQIAKGLEYLHSKSNKQNIIHRDLKPENILL 195 SEQ ID NOi25 

125 DR KGH 1 KLAKFGLYHM 140 

D KG +K+A FGL M 

196 DNNMVAKGDS E I KWKI ADFGLARM 220 

Fig. 23 



152 GYPSYLAPEVIAQGIFKTTDHMXXXXXXXXXXXXDVWSLGIILFELCVGRKLF- -QSLDI 209 

G PSY+ + + + + + DVWS G+IL+EL G+ F S ++ 

245 GTPSYV--KYVGTRWYMAPEVLMGSSYGQYSEKSDVWSFGVILYELLTGKPPFFPGSSEV 302 SEQ ID NO;26 

210 SE - RLKFLLTLDCVDDTLI VLAEEHGCLDI I KE LP ETVIDLLNKCLTFHPSKR 261 

++ + + ++ V + + + KE P E V DL+ KC P KR 

303 NDSQMNEIMKETMVKSAEYEMPMKMPMPESSKESMSCPSM 362 

262 PTPDELMKDKVFSEV 276 

PT +++++ E+ 
3 63 PTFAQWEELSAHEI 377 

Fig. 24 



740 PPKT-DLSRESIPLNDLKSEVSPRISAEDLIDLCELTVTGHFXXXXXXXXXXXXXLLWD 798 
PP+ D+ + L L+ E PRISA+D+ L + L ++D 

29 PPQALDIGVADVELKHLQQEQCPRISAKDVQFLLD NSPAELALID 73 SEQ ID NOs27 

799 IRNSEDFIRGHISGSINIPFSAAFTAEGELTQGPYTAMLQNFKGKVIVIVGHVAKHTAEF 858 
+R+ +F R H+ SINIPF+ EL + -J-GK++V V ++ +H+ E 

74 LRSWEFGRVHVPHSINIPFATVQLGEQRLEALQVPQLEAQLRGKIWCVSNIHQHSVEV 133 

859 AAHLVKMK 866 

L ++K 
134 GHPLAQLK 141 



Fig. 25 



Query: 693 CVRESINLFCWTPKSATYRQHA QPPKPXXXXXXXXXXAPYFSAECPDPPKTDL 745 

CV ES ++ TPKS T+RQHA QPP+ +CP D+ 

Sbjct: 3 CVLESQKMYEATPKSITHRQHALRLQPPQALDIGVADVELKHLQQEQCPRISAKDVQFLL 62 SEQ ID NO: 28 

Query: 746 - - SRES I PLNDLKSEVS - PRI S AEDL IDLCELTV 776 

S + L DL+S V R+ I++ TV 

Sbjct: 63 DNSPAELALIDLRSWEFGRVHVPHSINIPFATV 96 

Fig. 26 



Query: 856 AE FAAHLVKMKY PR I C I LDGG I N KIKPTGLLT 88 7 

++F+ LV R CIL G N I + P L++ 

Sbjct: 152 SQFSHFLVACGVQRTCI LHKGFNVLHS I EPNI LI S 186 SEQ ID NO:29 



war 

w 



Fig. 27 



Query: 506 EVDI PRCHQYDELLSSPEGHAKFRRVLKAWWSHPD - - LVYWQGLDSLCAPFLYLNFNNE 563 

+ DI C +Y+ P + + + L+ + V +P ++ + G APF YL 

Sbjct: 336 DTDIGGCFEYNTF- PPPGKYYRGKLGLEEYAVFYPPNGVI PFHGFCMYAAPFCYLYHEPS 394 SEQ ID NO: 30 

Query: 564 ALAYACMSAFIPKYLYNFFLKDNSHV- -IQEYLTVFSQMIAFHDPELSNHLNEIGFIPDL 621 

L Y +1 +Y + N+H I + F +++ + + P+L H EIG P 

Sbjct: 395 KLYYTFREFYI -RYCHRLHTI -NTHPQGIVSLCLLFEKLLQTYEPQLWYHFREIGAQPLR 452 

Query: 622 YAI PWFLTMFTHVFPLHKI FHLWDTLLLGNS 652 

+ W + F+ P ++ LWD +L NS 
Sbjct: 453 I SFKWMMRAFSGHLPPDQLLLLWDRI LGYNS 483 



Fig. 28 



Query: 77 SLEDLLRERKPVSCSTVLC- -IAFEVLQGLQYMNKHGIVHRALSPHNILLDRKGHIKLAK 134 

S LLR P S L IF ++GL Y++++G +HR++ + IL+ G + L+ 
Sbjct: 5 SASQLLRTYFPEGMSETLIRNILFGAVRGLNYLHQNGCIHRSIKASHILISGDGLVTLSG 64 SEQ ID NO: 31 

Query: 135 FG- LYHMTAHGDD VDFP IGYPSYLAPEVIAQGI FKTTDHMXXXXXXXXXXXXD 186 

L+ + HG DFP +L+PE++ Q + H D 
Sbjct: 65 LSHLHSLVKHGQRHRAVYDFPQFSTSVQPWLSPELLRQDL H GYNVKSD 112 

Query: 187 VWSLGIILFELCVGRKLFQSLDISERL 213 

++S+GI EL G+ FQ + ++ L 
Sbjct: 113 I YSVGI TACELASGQVPFQDMHRTQML 139 



Fig. 29 



Query: 240 KELPETVIDLLNKCLTFHPSKRPTPDELMKDKVFSEV 276 

K L+ CL P KRP+ L+ F ++ 

Sbjct: 198 KTFSPAFFSLVQLCLQQDPEKRPSASSLLSHVFFKQM 234 SEQ ID NO:32 



Fig. 30 



596 VFSQMIAFHDPELSNHLNEIGFIPDLYAIPWFLTMFTHVFPLHKIFHLWDTLLLGNSSFP 655 
+ F ++ +HDPEL NHL+ PD+Y + WF + + F LWD 4- F 

18 LFRLLLQYHDPELCNHLDTKKCTPDMYTLNWFGSLFASCCSTEVCHALWDLYIQQADPFM 77 SEQ 

656 - FCIGVAI LQQLRDRLL ANGFNECI LLFSDLP - E I DI E 691 

F + + IL ++ +L ++ EI ++P +++IE 
78 VFFLALI I LINAKEE I LQMKSDSKEEVI KFLENMPCQLNI E 118 

Fig. 31 



796 WDIRNSEDFIRGHISGSINI 816 

+VD R 4-E + GH+S + ++ 
194 IVDCRPAEQYNAGHLSTAFHL 214 SEQ ID NO:34 

Fig. 32 



112 IVHRALSPHNILLDRKGHIKLAKFGLYHMTAHGDDVD- - FPIGYP- - SYLAPEVIAQGIF 167 
++HR + P +IL+ ++G KLA F ++D+FPY +P++ 

1 VIHRNICPESILITKRGSWKLAGFDFCVSAQNPNDQENYFPCHYEWDPRIPPLPLQPNLD 60 SEQ 

168 KTTDHMXXXXXXXXXXXXDWSLGIILFELCVGRKLFQSLDISERLKFLLTLDCVDDTLI 227 

D++SLG +++ + G K +D + ++ + +TL 
61 YLAPEYVTSSTCTVGSASDMFSLGCLIYAI YNGGKPL- - IDANNNDEYKSNYNKYMNTLN 118 

228 VLAEEHGCLDIIKELPETVIDLLNKCLTFHPSKRPTPDELMKDKVF 273 

L H ++ + PE + + L + L+ P+ RPT EL K F 
119 SLT- -HESMNNLP- - PENLKESLKRMLSMDPTVRPTAQELTLIKYF 160 

Fig. 33 



744 DLSRESIPLNDLKSEVSPRI--SAEDL-IDLCE 773 

DL + P D+KS + P + + ED I +C+ 
273 DLLLQKTPPEDIKSNILPMLYYAFEDSDIQICQ 305 SEQ ID NO:36 



Fig. 34 



